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Query Match 13.0%; Score 217.2; DB 1; Length 3014; 

Best Local Similarity 53.6%; Pred. No. 2.8e-43; 

Matches 478; Conservative 0; Mismatches 4 08; Indels 6; Gaps 1; 

Qy 4 92 TGAGCAATAAAGAGTACCGGCCCACACTCGCCCAGCTTCGCACCTTTGTCACCATCGCAG 551 

' I i ' M I I I II I I I M I III II I M II II I I I I I I I I I I 
Db 1826 TGTCCAGTAAGAAGAGACAGCCCAGCCTCGCTCAGCTGCGGGCTTCCGACGCGGTCGCCG 1885 

Qy 552 AATGCAAGCACTTTGGTACTGCTGCCACCAAGCTGTCCATTTCGCAGCCATCCCTCTCCC 611 

I I Ml II I II II I II M II III II I I I I M I II 

Db 188 6 AGCACCTGCACTTCCGTGACGCCGCCGCCGCGATCGGCATGAGCCAGCCGGCGCTCTCGG 1945 

Qy 612 AGGCACTTGTCGCATTAGAAACAGGCCTGGGAGTTCAGCTGATTGAACGCTCCACCCGCA 671 

II II III I I 11 I I II II I M I t II I I I I I II 

194 6 GTGCCGTTTCCGCCCTGGAAGAGGCACTGGGTCTCACCCTCCTGGGGCGTACGACGCGCA 2005 

Qy 672 AGGTCATTGTCACCCCAGCGGGCGAGAAGTTGCTGCCATTCGCCAAATCCACCCTTGACG 731 

I I I I I I I I I I I I M I I -II I I I I I I I I I I 

Db 2006 AGGTGCTGCTGTCCCCGGCCGGCGCACGGCTCGCGGTGCGGACCAAGGCGGTACTGGCGG 2065 

Qy 732 CGGCGGAGTCTTTCCTCTCCCACGCCAAGGGCGCCAACGGTTCGCTCACTGGACCGTTGA 791 

11 I I M II • IN III I I I 1 1 1 1 M 1 1 I r 

Db 2066 AGGTCGGCGCGCTCGTCGAGGAGGCGGAGGCGGTGCGGGCGCCCTTCACCGGCGCGCTGC 2125 

Qy 792 CCGTAGGCATCATCCCCACGGCGGCTCCTTACATTTTGCCGTCAATGCTGTCCATCGTGG 851 

I M I I I I I M I I I I I I I -II M I I I I I I I I II I I I II I I 
Db - 212 6 GGCTCGGCGTCATCCCGACCGTGGCGCCGTATGTGCTGCCGACGGTGCTGCGCCTCGTCC 2185 

Qy 852 ATGAAGAATATCCAGATCTGGAACCTCACATCGTCGAGGACCAAACC7VAGCATCTTCTCG 911 - 

III I I I I I I I I I I I I II II I I I I M I I I I I I I I I I 
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Db 218 6 ACGAGCGCTATCCCGACCTCGACCTCCAGGTCCACGAGGAGCAGACGGCGAGCCTCCTGG 2245 

Qy 912 CGTTGCTGCGCGACGGCGCCATCGACGTCGCCATGATGGCCCTGCCTTCTGAGGCACCAG 971 

i III I I I I I I I I I I i I i I I MM I I Ml 

Db 224 6 AGGGCCTGACGACCGGCCGGCTCGACCTGCTGCTGCTCGCGGTGCCCCTCGGCGTCCCCG 2305 

Qy 972 GCATGAAGGAAATCCCCCTCTACGACGAAGACTTTATCGTCGTTACAGCTAGCGATCACC 1031 

III! I M I II I II M M M M I II M M I II M I I I I I I M 
Db 2306 GCGTCACCGAACTCCCGCTCTTCGACGAGGACTTCGTCCTGGTCACGCCGCTCGACCACC 2365 

Qy 1032 CCTTCGCCGGCCGCCAAGACTTAGAACTATCCGCCTTAGAAGACCTCGATCTGCTGCTTC 1091 

I II I II M I I I I I M I III i I I II . I I I I M I II I 

Db 2366 GACTCGGCGGCCGGGAGGGCCTGGAGCGCTCGGTGCTGCGCGAGCTGAAGCTGCTGCTGC 2425 

Qy 1092 TCGACGACGGACACTGCCTCCACGACCAAATTGTGGACCTGTGCCGCCGCGGAGACATCA 1151 

I I II I M M II II M M I I I II I I I I II I M M III 
Db 2426 TCGACGAGGGGCACTGCCTGCGCGACCAGGCGCTCGACATCTGCC GGGAGGCGG 2479 

Qy 1152 ACCCCATTAGCTCCACTACTGCTGTCACCCGCGCATCCAGCCTTACCACCGTCATGCAGC 1211 

I I I I II I I III II I I I I I I M I I I M I 

Db 2480 GCCGCGCGGGGGTCCCGGCGACGACGACCACGGCCGCCGGTCTGTCGACGCTGGTACAGC 2539 

Qy 1212 TCGTCGTCGCCGGCCTTGGATCCACCTTGGTCCCAATCAGCGCAATCCCATGGGAATGCA 1271 

I II I I M I I I I II II I I I I I I I II I III III I 

Db 254 0 TGGTGGCGGGCGGCCTCGGGGTGACGCTGCTGCCCCGCACCGCCGTCCGGGTGGAGACCT 2599 

Qy 1272 CCCGACCAGGACTGGCAACAGCCAACTTCAACTCTGATGTCACCGCAAACCGCCGCATTG 1331 

MM I III. II II III! I I I I II I II I II I 

Db 2600 CCCGCTCCAGCCAGCTCCTCACCGCGTCCTTCACCGACCCGGCCCCCACCCGCCGTATCG 2 659 

Qy 1332 GATTGGTGTACCGTTCCTCTTCTTCTCGCGCCGAAGAGTTCGAACAGTTTGC 1383 

II .11 I I I I I I I I 111111.1 I M 

Db 2 660 CCCTCGCCATGCGCACGGGCGCGGCCCGCTCGGCGGAGTACGGGGAACTGGC 2711 



